a b s t r a c t
The data described are related to the article entitled "Sequence Analysis of Meq oncogene among Indian isolates of Marek's Disease Herpesvirus" M. Gupta Value of the data
The data provide full length meq gene sequences of seven Marek's disease virus (MDV) field isolates which may be useful in comparative analysis of nucleotide, amino acid sequence similarities and phylogenetic studies with MDV strains available worldwide.
The protein primary structures can be further used to obtain three-dimensional models and antigenic index of Meq proteins, useful to compare the domain organization of the deduced Meq amino acid of MDV strains worldwide.
The presence of different number of proline (PPPP) repeats in the Meq protein may be correlated with oncogenicity as well as virulence of the MDV isolates.
Data
The data include deduced amino acid Meq sequences of MDV isolates, sequence alignments and comparative analysis (Fig. 1) . The alignment of all Meq amino acid sequences of all Ludhiana isolates i.e. LDH 1758, LDH 2003, LDH 2483, LDH 2614, LDH 2700, LDH 2929 and LDH 3262 with different Meq amino acid sequences worldwide is shown in Fig. 1 . This data revealed that seven Meq amino acid sequences of Ludhiana isolates had the highest sequence similarity with LSY (LN07I), LCD (SC07II), CVI 988/Rispens vaccine strain and mCU-2 strain. The values of similarity between the sequences are reported in [1] .
Experimental design, materials and methods
The PCR amplification of Meqgene sequence was carried out using specific primers and proof reading Platinum PfxDNA polymerase from seven Marek's Disease Virus (MDV) Ludhiana isolates. Cloning was done in suitable vector (pJET /1.2 blunt vectors)as mentioned in the research article. In order to obtain the full length of Meq gene sequences, selected recombinant clones were sent for sequencing by commercial outsourcing with sequencing primers as given in Table 1 . The full length Meqgene sequences were analyzed by using BLASTn (Basic Local Alignment Search Tool) program [2] . These sequences were further analyzed by using DNASTAR Lasergene v 10 software [3] .
The Meq gene sequences from the GenBank available different MDV strainswere used for alignments to compare the sequences with LDH 1758, LDH 2003, LDH 2483, LDH 2614, LDH 2700, LDH 2929 and LDH 3262 isolates as shown in Table 2 . These sequences were aligned by using Clustal W 
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